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254
and from an analysis of RNA-seq data restricted to only 91 genes that were grouped together 255 into three clusters. We thus decided to look more globally at periodic transcription within the 256 RNA-seq dataset.
257
To evaluate the periodicity of all transcripts in the RNA-seq data of the CLN-pulse clbΔ 258 cells, we utilized two distinct periodicity-ranking algorithms as described and implemented 259 
274
Whether these three specific genes should be considered periodic in this dataset is 275 certainly arguable. However, it is clear that the conclusion that only three genes oscillated in the 276 B-cyclin mutant cells is not supported by the RNA-seq data, so this data does not argue strongly 277 against the TF network models ( Figures 1B and 1C ).
279

Clusters of phase-specific gene expression are observed in cells lacking B-cyclins 280
Viewing global transcript dynamics of many genes by heat map can be visually 304 clbΔ cells that were not induced with CLN2 expression ( Figure S3 ), suggesting that an input of Figure 2A .
315
Transcript dynamics are plotted as fold change versus mean as used in Figure 2C . 
390
To test this hypothesis quantitatively, we constructed a minimal ODE model based only 
593
In support of previous findings, we now demonstrate that substantial transcriptional
